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FIGURE 2. Alignment of the MSP-1 p42 amino acid sequences from the three
P. falciparum strains FURP SEQ ID NO:19, 3D7 SEQ 1D NO:20, and FVO SEQ ID
NO:21.
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FIGURE 3. Alignment of the amino acid sequences from the three N-terminally
truncated subunits of Construct A SEQ 1D NO:1, Construct B SEQ 1D NO:2, and
Construct C SEQ ID NO:3 relative to the FUP MSP-1 p42 sequence SEQ 1D NG:19.

10 20 30 44 50 60
--------- I R e e
1 ALSYIMDNILSGFENEYDVIYLEPLAGVYRSLEKGIEXNI FTFNLNILNDILNSRLEKKREY FUP p42
70 80 N 100 11la 120
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&1 FLDVLESDLMOFKHISSNEYIIEDSFRLLNSEQENTLLESYKYIXESVENDIKFAQEGIS FUP p42
130 140 150 160 170 180
~~~~~~~ B T T e
121 YYEKVLARYEDDLESIREKVIKEEREXPPSSPPTTPPSPARTDEQRKESKFLPFLINIETL FUP p42
150 200 210 220 230 240
————————— i S S
181 YNNLVNKIDDYLINLEARKINDONVEXDEAHVEITKLSDPLKATDDEIDLFENHNDFDAIKRK FUP_p42
1 qarsggggtAHVKITKLSDLEATDDEIDLFKNENDFDAIKK  Construct A
1 garsLEPLAGVYRSLEKOGoggtAHVKITKLSDLEKATDDK I DLFKNHNDFDATIKK  Construct B
250 260 270 280 290 300
————————— R il e A et e e Y
241 LINDDTEKEKDMLGKLLSTGLVONFPNTIISKLIEGEFQDMLNISOQHQCVERKQCPENSGCFR FUP 042
42 LINDDTEEDMLGELLSTGLVONFPNTLISKLIECKFODMLNISQHOUVERGCPENSGUFR  Construct A
5% LINDDTEEDMLGKLLSTGLVQNFENTIISKELIEGEKFQDMLNISQHQCVEKQCPENSGCFR Construct B
1 garsggggtMLGKLLESTGLVONFENTIISKLIBGKFODMLNI SQHQCVKEKQCPENSGCFR  Construct C
310 320 330 340 350 36¢
————————— e e e Ry
301 HLDEREECKCLLNYRQEGDRKCVENPNPTCNENNGGCDADAKCTEEDSGSNGKRITCECTK FUP p42
102 HLDEREECKCLLENYKQEGDECVENFPNPTCNENNGGCDADATCTEEDSGSSRXXITCECTK Construct A
119 HLDEREECKCLLNYEQEGDECVENPNPTCNENNGGCDADATCTEEDSGSSREKITCECTK Construct B
61 HLDEREECKCLLNYKQEGDECVENPNPTCNENNGGECDADAKCTEEDSGSNGKKITCECTE Ceonstruet C
378
_________ e
361 PDSYPLFDGIFCS FUP p42
162 PDSYPLEFDGIFCS Construct A
179 PDSYPLFDGIFCS Construct B
121 PDSYPLFDGIFCS Construct C

3/10



FIGURE 4. Alignment of the amino acid sequences from all MSP-1 C-terminal subunit
protein Constructs relative to the FUP MSP-1 p33 sequence (1-280 of SEQ ID NO:19).
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WO 2011/062637 PCT/US2010/003017

Figure 7. Mouse serum ELISA antibody titers for Group 1, 2 and 3 MSP-1 C-terminal

constructs.
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Figure 8. ELISPOT analysis of primed mouse splenocytes from Group 1, 2 and 3 MSP-1
C-terminal constructs.
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